The complete genome of Nitrosomonas ureae strain Nm10, a mesophilic betaproteobacterial ammonia oxidizer isolated from Mediterranean soils in Sardinia, Italy, is reported here. This genome represents a cluster 6a nitrosomonad.
encoding genes, were identified with similarity to those of Nitrosomonas sp. strain Is79 (12) .
Terrestrial AOB can contribute to nitrogen-oxide release, including the production of nitric and nitrous oxide through nitrifier denitrification (13, 14) . The genes in N. ureae that are implicated in this process include a copper-containing nitrite reductase (nirK), NO-responsive regulator NnrS, cytochrome P460 (cytL), and cytochrome c= beta (cytS). Interestingly, no homologues for nitric oxide reductases were found in the genome, a featured shared by the closely related 6a AOB Nitrosomonas sp. Is79 (12) .
The N. ureae genes for iron acquisition and storage include one copy of the ferric uptake regulation protein (FUR) (15), a Streptococcus-like ferric iron ABC transporter (16) , two copies of TonB-associated ferric siderophore transporters (17) , and two copies of bacterioferritin genes. Two copies of cyanophycin synthetase genes, utilized for nitrogen storage (18), were also identified.
Nucleotide sequence accession numbers. The genome sequence has been deposited in GenBank under the accession no. CP013341. The version described in this paper is the first version, CP013341.1. 
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